Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.006 Å; disorder in main residue; R factor = 0.088; wR factor = 0.230; data-to-parameter ratio = 16.4.
In the title compound, C 15 H 14 N 2 OS, the pyridinone ring in the fused-ring system is nearly planar (r.m.s. deviation = 0.011 Å ) and the cyclohexene ring has a twisted half-boat conformation with the methylene C atom adjacent to the methine C atom deviating by 0.592 (7) Å from the plane defined by the remaining five atoms (r.m.s. deviation = 0.108 Å ). The thienyl ring is disordered over two almost coplanar positions of opposite orientation in a 0.649 (4):0.351 (4) ratio, and forms dihedral angles of 51.4 (3) (major component) and 54.2 (3) , respectively, with the pyridinone ring. In the crystal, inversionrelated molecules associate via an eight-membered {Á Á ÁHNCO} 2 synthon and these are linked into a linear supramolecular chain along the a axis by weakinteractions that occur between centrosymmetrically related pyridinone rings [centroid-centroid distance = 3.889 (2) Å ].
Related literature
For background to the cardiotonic and anti-inflammatory properties of this class of compounds, see: Behit & Baraka (2005) ; Girgis et al. (2007) . For a related structure, see: Asiri et al. (2011) Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) Àx þ 2; Ày þ 1; Àz þ 1.
Data collection: CrysAlis PRO (Agilent, 2012); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) . 
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Comment
The title compound (I) is a member of a series of cyano-pyridinones that have been evaluated for their cardiotonic (Behit & Baraka, 2005) and anti-inflammatory (Girgis et al., (2007) properties. Herein, the crystal and molecular structures of (I) are described.
In (I), Fig. 1 , the pyridyl ring in the fused ring system is planar [r.m.s. deviation = 0.011 Å] and the cyclohexene ring has a twisted half-boat conformation with the methylene-C3 atom lying -0.592 (7) resembles that found in a literature structure with the exception of the C2-C3 conformation which is fused to a benzene ring (Asiri et al., 2011) .
The familiar eight-membered centrosymmetric amide {···HNCO} 2 synthon is observed in the crystal packing, Table 1 .
These are connected into a linear supramolecular chain along the a axis by π-π interactions that occur between centrosymmetrically related pyridyl rings [inter-centroid distance = 3.889 (2) Å for symmetry operation 1 -x, 1 -y, 1 -z], 
Experimental
A mixture of the thiophene-2-carboxaldehyde (1.1 g, 0.01 M), 2-methylcyclohexanone (1.12 g, 0.01 M), ethyl cyanoacetate (1.1 g, 0.01 M) and ammonium acetate (6.2 g, 0.08 M) in absolute ethanol (50 ml) was refluxed for 6 h. The reaction mixture was allowed to cool. The formed precipitate was filtered, washed with water, dried and recrystallized from ethanol as yellow crystals, M. pt: 525-527 K. Yield: 72%.
Refinement
Carbon-bound H-atoms were placed in calculated positions [C-H = 0.95-0.99 Å, U iso (H) = 1.2-1.5U eq (C)] and were included in the refinement in the riding model approximation. The N-bound H-atom was treated similarly with N-H = 0.88 Å and with U iso (H) = 1.2U eq (N). The thienyl ring is disordered over two positions [co-planar and opposite orientation] in a 0.649 (4):0.351 (4) ratio. Pairs of 1,2-related distances were restrained to within 0.01 Å of each other, and the rings were restrained to be within 0.01 Å of a plane. The anisotropic displacement parameters, restrained to be nearly isotropic, of the primed atoms were set to those of the unprimed ones. The maximum and minimum residual electron density peaks of 1.02 and -0.78 e Å -3 , respectively, were located 0.14 Å and 0.39 Å from the C15′ and C13 atoms, respectively. 
Computing details
Data collection: CrysAlis PRO (Agilent, 2012) ; cell refinement: CrysAlis PRO (Agilent, 2012) ; data reduction: CrysAlis PRO (Agilent, 2012) ; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) .
Figure 1
The molecular structure of (I) showing the atom-labelling scheme and displacement ellipsoids at the 50% probability level.
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Figure 2
A view of the supramolecular chain along the a axis in (I) mediated by N-H···O and π-π interactions, shown as orange and purple dashed lines, respectively.
Figure 3
A view in projection down the b axis of the unit-cell contents of (I). The N-H···O and π-π interactions are shown as orange and purple dashed lines, respectively. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Occ. (14) −0.0018 (16) S1 0.0090 (7) 0.0483 (10) 0.0447 (10) −0.0033 (6) −0.0002 (5) 0.0084 (7) C13 0.069 (4) 0.069 (4) 0.068 (4) −0.0132 (15) −0.0044 (13) −0.0250 (18) C14 0.046 (2) 0.045 (2) 0.043 (2) −0.0018 (12) 0.0006 (12) −0.0171 (13) C15 0.040 (2) 0.042 (2) 0.041 (2) −0.0030 (12) 0.0010 (12) −0.0128 (13) Geometric parameters (Å, º)
O1-C8 1.246 (5) C6-C10 1.429 (5) N1-C7 1.366 (5) C8-C9 1.436 (5) N1-C8 1.371 (5) C9-C10 1.381 (5) N1-H1n 0.8800 C9-C11 1.433 (5) N2-C11 1.148 (5) C10-C12 1.477 (5) C1-C2 1.516 (6) C12-S1′ 1.503 (5) C1-H1A 0.9800 C12-S1 1.622 (4) C1-H1B 0.9800 C12-C13 1.632 (13) C1-H1C 0.9800 C12-C13′ 1.668 (17) C2-C7 1.513 (5) S1-C15 1.717 (8) C2-C3 1.530 (5) S1′-C15′ 1.656 (11) C2-H2 1.0000 C13-C14 1.537 (15) C3-C4 1.510 (6) C13-H13 0.9500 C3-H3A 0.9900 C13′-C14′ 1.541 (18) C3-H3B 0.9900 C13′-H13′ 0.9500 C4-C5 1.524 (6) C14-C15 1.304 (12) C4-H4A 0.9900 C14-H14 0.9500 C4-H4B 0.9900 C14′-C15′ 1.309 (15) C5-C6 1.511 (5) C14′-H14′ 0.9500 C5-H5A 0.9900 C15-H15 0.9500 C5-H5B 0.9900 C15′-H15′ 0.9500 C6-C7 1.377 (5) 
